Fosmid O8G19

0 5kb 10 kb 15 kb 20 kb 25 kb 30 kb 35 kb 38,293 bp
Lo bbb b Lo Lo bl
MONOCOL. jumm | | — o — [
Nt: o j— e { | | ] |
B il LI . 1 IENE | ] | |
T 1T T nin @ i1 n[mm] [l 1w (] (=) [mma] = 1
C Hnomm o TR BT 1T 1 (m) [mm] 1 [mn] " 1
11 mil 1 111 | I 1 0B 1| in 1 | | | |
111 LI | | [ | |I| IN11 | | | ] H 1
1 1 | [ | | I | | | 11 |
11 1 | 11E 1 || | | |
1l 1 | | [ N | | ] |
11 1 | 1 | N | || |
D 1 2% 3 4 5 6 7 8 9 10
+ .03 00 r i N [l L
- L i LSS
E . |
Motif TA [CTT | TC GT TG GA TA
Repeat No. 5 5 7 6 12 26 5
SSR start 4532 | 6801 [10584|11450 20875(20898 30439
Fosmid 08G19 = EU024826 (AP3) 38,293 b
Putative gene location Blastx Results Putative gene location Blastx Results
E Putative Putative [Putative Putative Putative [Putative
eature |Strand . ) Feature |Strand . .
start stop identity start stop identity
1 Plus | excluded? 1576 X?SAA;E(VAAEZ;:JA?_I;D@;PROTON 6 Plus 23851 24576 |small basic intrinsic protein 1
2% Plus 2794 5042 floral homeotic protein AP3 7 Minus ~29535 ~25000 |polyprotein
3 Plus 6948 11806 ‘(Je“r;asr‘;i Zrec}t:;‘ive 1067) 8 Plus | 30738 31463 |small basic intrinsic protein 1
nd (3" [transcription factor/zinc ion binding
4 Plus | 17191 |\ ated?)|(SALT TOLERANCE HOMoLoG2)|  °© ? nd nd  |nomatch
5 Minus 21094 18087 |pectinesterase-like protein 10 Plus 35614 36801 |polygalacturonase




